Here, we provide the ODE model of the system in Figure 2 together with the parameter values used for simulation.
Consider first the isolated module in Figure 2A . The reversible binding reactions in the module are given by c
where c 1,0 and c 1,1 denote the complexes of the promoter of x 1 without and with x 1 bound as an nmultimer, respectively. Protein production and decay are modeled by
together with the conservation law ⌘ 1 " c 1,0`c1,1 , yielding c 1,0 " ⌘ 1´c1,1 . As a result, referring to (2), with x " x 1 and c " c 1,1 we have
. Note that r does not depend on u as the module has no input (u is vacuous). When the module is interconnected to its context ( Figure 2C) 
together with the conservation laws s ⌘ 1 " s c 1,0 and s 
